Aaronson.J.S. 2 


Achard,F. 20, 342 
Ackermann.F. 196 
Agarwal,P. 40 
An.J. 188 
Ananko,E.A. 529 
Anderson.I. 349 
Andrade.M.A. 439, 600 
André,C. 715 
Archibald,A.L. 112 
Argos,P. 164, 174 
Asai.K. 317 
Astakhova.T.V. 14 
Ayache.N. 516 


Babenko, V. 259 
Bailey.T.L. 48 
Bailey.W.J. 2 
Barillot.E. 342, 807 
Barrett.C. 846 
Barton.G. 892 
Baudoux,.G. 
Bellon,P.L. 2 
Beyer.K. 
Birney.E. 
Blevins.R.A. 2 
Blundell.T.L. 617 
Boisvieux.J.-F. 715 
Boon-Chieng.S. 378 
Bork,P. 271, 285, 367 
Borkowski,J.A. 2 
Boyle.J. 739 
Brass.A. 349 
Brendel. V. 232 
Briffeuil,P. 357 
Brown.N.P. 367, 380 
Brusic.V. 121 
Bucci.E. 815 
Buffat.L. 715 
Biirglin,T.R. 751 


57 


823 


Calogero,R.A. 221, 815 
Carazo.J.M. 376, 439, 544 
Cary.R.B. 691 
Casari,G. 542 
Ceron.C. 544 
Chalifa-Caspi,V. 656 
Chan,T.-P. 540 
Charleston.M.A. 98 
Chau.F.-T. 540 
Chen,S.-C. 223 
Cheung,K.-H. 486 
Chevrolat.J.-P. 715 
Chinea.G. 523 
Chiusano,M.L. 221 
Chuzhanova.N.A. 139 
Clamp,M. 892 
Collado-Vides.J. 391 
Compagnoni,L. 74 
Cooper.M. 632 
Coward,E. 498 
Crandall,.K.A. 817 


AUTHOR INDEX 


Cuff,J.A. 892 
Culpepper.P. 890 
Cussat-Blane,C. 342 


Dandekar,.T. 271 
De Bolle.X. 357 
Deane.C.M. 617 
Deloukas.P. 538 
Delsuc.M.A. 624 
Depiereux,E. 357 
Dessen,P. 20 
Dlakic.M. 326 
Dopazo,J. 376, 544 
Drablos,F. 498 
Dress.,A. 290 
Du.L. 783 


+ 


Eckman.B.A. 2 
Ellis,L.B.M. 803 
Elliston.K.O. 2 
Ernst.P. 452 
Eulenstein,O. 285 
Evers,D. 157 


Ferrin. T.E. 764 
Feytmans,E. 357 
Finlay.M. 892 

Floratos.A. 55 

Flores,T. 452 

Flouriot.,G. 271 

Frech.K. 290 
Frishman.D. 551 
Fukami-Kobayashi,K. 472 


Gabow.H.N. 691 
Gannon.F. 27 
Gelfand.M.S. 14 
Gerstein.M. 707 
Gill.R.W. 217 
Glatting.K.-H. 452 
Gojobori,.T. 472 
Goldman.N. 726 
Goodman.N. 562, 5 
Goto.S. 591 
Goujon,.C.P. 886 
Gracy.J. 164, 174 
Gribskov.M. 48 
Grigoriev,A. 252 
Guan.X. 783 


Hammer.J. 121 
Hamodrakas.S.J. 749 
Hampe.J. 458 
Harrington,R.E. 326 
Harrison.L. 121 
Hazout.S. 715 
Heidtke.K.R. 81 
Hentze.M. 271 
Hermann,.K. 232 
Hernandez.A. 227 
Herrmann.G. 196 
Heumann.K. 551 


Higgins,D.G. 332, 407, 830 
Hirokawa.T. 378 
Hodgman,T.C. 217 


Holm,L. 407, 423 
Holmes,E.C. 467 
Honeyman,M. 121 
Hong Xing.Lei 884 
Horimoto,K. 789 
Hotz-Wagenblatt,A. 452 
Hu,J. 112 

Hubbard.T. 823 
Huerta,A.M. 391 
Hughey.R. 401, 772, 846 
Huson,D.H. 68 
Hwang,M.-J. 866 


lazzetti,G. 221, 815 
Ikeo.K. 472 
Immervoll.T. 827 
Inglehart.J.A. 101 
Ishikawa.M. 317 


Jacomet.C. 886 

Jia Jin,Wu 700, 884 
Johnson.M.S. 617 
Jones.A.J. 139 
Jones.D.T. 726 
Jungfer,K. 734 


Kanehisa.M. 591 
Karchin.R. 772 
Karplus.K. 846 
Kel,A. 259 
Kell.D.B. 869 
Keller,W. 27 
Kenealy,M.-R. 271 
Klawonn.F. 244 
Kleffe.J. 232 
Kolchanov.N.A. 529 
Kolesov.G.B. 529 
Kolpakov,F.A. 529 
Kraemer.E.T. 764 
Kraus.A. 430 
Kubota. Y. 188 
Kulkarni.B.D. 131 


Labesse.G. 206 
Lambert.C. 3 
Lancet.D. 656 
Lanzavecchia,S. 212 
Lau,T. 538 


357 


Lawrence,C.E. 25 
Lehrach,H. 252, 259, 583 
Leroy,C. 380 

Leser,U. 583 


Lesk,A. 551 
Levin,A. 252 


Lewis,A. P. 821 
Lin,W.-J. 866 
Lin,Z.-S. 685 


Vol. 14 no. 10 1998 
Pages 896-897 


Lindenbaum,P. 465 
Lid,P. 726 
Littler,.C.B. 217 
Liu,J.S: 25 
Lopez.N. 523 
Lyall,A. 217, 825 


Macauley.J. 575 
Malliavin,T.E. 624 
Maltchenko,.S.Z. 479 
Margetts.S. 139 
McGuire.G. 219 
MclInerney,J.O. 372 
McLeish.R. 803 
Meier-Ewert.S. 259 
Mendes.P. 869 
Mewes.H.-W. 551 
Meyer,F. 157 
Mironov.A.A. 14 
Mitaku.S. 378 
Miyazaki,S. 472 
Mizuguchi,K. 617 
Morgenstern.B. 290 
Mori.K. 789 
Mornon.J.-P. 206 
Mott,R. 92 
Mungall.C. 112 
Murakami,K. 665 
Myers,E.W. 74 


Nadkarni.P. 310, 486 
Nakai.K. 317 
Nakama.T. 188 
Nelson.P.C. 101 
Newell,W. 825 
Nicholson.D. 112 
Nicodéme,P. 508 
Nicolas.J.-C. 886 
Nishikawa,T. 384 
Nishioka,T. 591 
Notredame,.C. 332, 407 
Niirnberg,P. 458 


O’Connell.M. 888 
O’Donnell,C.H. 217 
O’Brien.E.A. 332, 830 
Okayama,T. 472 
Otsuka.J. 789 
Ouzounis.C. 542 
Overington,J.P. 617 
Oxer,M.D. 217 


Page.R.D.M. 819 
Pantopoulos,K. 271 
Parbhane.R.V. 131 
Park.J. 144 
Pasquier.C.M. 749 
Pennec.X. 516 
Pevzner,P.A. 14 
Pickert,L. 244 
Pocock,M.R. 823 
Podlich,D.W. 632 
Pons.J.L. 624 


Oxford University Press 


| 
| 
| 
| 
] 
| 
Levin,S. 374 
Levy,S. 74 


Aaronson.J.S. 2 


Achard,F. 20, 342 
Ackermann.F. 196 
Agarwal,P. 40 
An.J. 188 
Ananko,E.A. 529 
Anderson.I. 349 
Andrade.M.A. 439, 600 
André,C. 715 
Archibald,A.L. 112 
Argos,P. 164, 174 
Asai.K. 317 
Astakhova.T.V. 14 
Ayache.N. 516 


Babenko, V. 259 
Bailey.T.L. 48 
Bailey.W.J. 2 
Barillot.E. 342, 807 
Barrett.C. 846 
Barton.G. 892 
Baudoux,.G. 
Bellon,P.L. 2 
Beyer.K. 
Birney.E. 
Blevins.R.A. 2 
Blundell.T.L. 617 
Boisvieux.J.-F. 715 
Boon-Chieng.S. 378 
Bork,P. 271, 285, 367 
Borkowski,J.A. 2 
Boyle.J. 739 
Brass.A. 349 
Brendel. V. 232 
Briffeuil,P. 357 
Brown.N.P. 367, 380 
Brusic.V. 121 
Bucci.E. 815 
Buffat.L. 715 
Biirglin,T.R. 751 


57 


823 


Calogero,R.A. 221, 815 
Carazo.J.M. 376, 439, 544 
Cary.R.B. 691 
Casari,G. 542 
Ceron.C. 544 
Chalifa-Caspi,V. 656 
Chan,T.-P. 540 
Charleston.M.A. 98 
Chau.F.-T. 540 
Chen,S.-C. 223 
Cheung,K.-H. 486 
Chevrolat.J.-P. 715 
Chinea.G. 523 
Chiusano,M.L. 221 
Chuzhanova.N.A. 139 
Clamp,M. 892 
Collado-Vides.J. 391 
Compagnoni,L. 74 
Cooper.M. 632 
Coward,E. 498 
Crandall,.K.A. 817 


AUTHOR INDEX 


Cuff,J.A. 892 
Culpepper.P. 890 
Cussat-Blane,C. 342 


Dandekar,.T. 271 
De Bolle.X. 357 
Deane.C.M. 617 
Deloukas.P. 538 
Delsuc.M.A. 624 
Depiereux,E. 357 
Dessen,P. 20 
Dlakic.M. 326 
Dopazo,J. 376, 544 
Drablos,F. 498 
Dress.,A. 290 
Du.L. 783 


+ 


Eckman.B.A. 2 
Ellis,L.B.M. 803 
Elliston.K.O. 2 
Ernst.P. 452 
Eulenstein,O. 285 
Evers,D. 157 


Ferrin. T.E. 764 
Feytmans,E. 357 
Finlay.M. 892 

Floratos.A. 55 

Flores,T. 452 

Flouriot.,G. 271 

Frech.K. 290 
Frishman.D. 551 
Fukami-Kobayashi,K. 472 


Gabow.H.N. 691 
Gannon.F. 27 
Gelfand.M.S. 14 
Gerstein.M. 707 
Gill.R.W. 217 
Glatting.K.-H. 452 
Gojobori,.T. 472 
Goldman.N. 726 
Goodman.N. 562, 5 
Goto.S. 591 
Goujon,.C.P. 886 
Gracy.J. 164, 174 
Gribskov.M. 48 
Grigoriev,A. 252 
Guan.X. 783 


Hammer.J. 121 
Hamodrakas.S.J. 749 
Hampe.J. 458 
Harrington,R.E. 326 
Harrison.L. 121 
Hazout.S. 715 
Heidtke.K.R. 81 
Hentze.M. 271 
Hermann,.K. 232 
Hernandez.A. 227 
Herrmann.G. 196 
Heumann.K. 551 


Higgins,D.G. 332, 407, 830 
Hirokawa.T. 378 
Hodgman,T.C. 217 


Holm,L. 407, 423 
Holmes,E.C. 467 
Honeyman,M. 121 
Hong Xing.Lei 884 
Horimoto,K. 789 
Hotz-Wagenblatt,A. 452 
Hu,J. 112 

Hubbard.T. 823 
Huerta,A.M. 391 
Hughey.R. 401, 772, 846 
Huson,D.H. 68 
Hwang,M.-J. 866 


lazzetti,G. 221, 815 
Ikeo.K. 472 
Immervoll.T. 827 
Inglehart.J.A. 101 
Ishikawa.M. 317 


Jacomet.C. 886 

Jia Jin,Wu 700, 884 
Johnson.M.S. 617 
Jones.A.J. 139 
Jones.D.T. 726 
Jungfer,K. 734 


Kanehisa.M. 591 
Karchin.R. 772 
Karplus.K. 846 
Kel,A. 259 
Kell.D.B. 869 
Keller,W. 27 
Kenealy,M.-R. 271 
Klawonn.F. 244 
Kleffe.J. 232 
Kolchanov.N.A. 529 
Kolesov.G.B. 529 
Kolpakov,F.A. 529 
Kraemer.E.T. 764 
Kraus.A. 430 
Kubota. Y. 188 
Kulkarni.B.D. 131 


Labesse.G. 206 
Lambert.C. 3 
Lancet.D. 656 
Lanzavecchia,S. 212 
Lau,T. 538 


357 


Lawrence,C.E. 25 
Lehrach,H. 252, 259, 583 
Leroy,C. 380 

Leser,U. 583 


Lesk,A. 551 
Levin,A. 252 


Lewis,A. P. 821 
Lin,W.-J. 866 
Lin,Z.-S. 685 


Vol. 14 no. 10 1998 
Pages 896-897 


Lindenbaum,P. 465 
Lid,P. 726 
Littler,.C.B. 217 
Liu,J.S: 25 
Lopez.N. 523 
Lyall,A. 217, 825 


Macauley.J. 575 
Malliavin,T.E. 624 
Maltchenko,.S.Z. 479 
Margetts.S. 139 
McGuire.G. 219 
MclInerney,J.O. 372 
McLeish.R. 803 
Meier-Ewert.S. 259 
Mendes.P. 869 
Mewes.H.-W. 551 
Meyer,F. 157 
Mironov.A.A. 14 
Mitaku.S. 378 
Miyazaki,S. 472 
Mizuguchi,K. 617 
Morgenstern.B. 290 
Mori.K. 789 
Mornon.J.-P. 206 
Mott,R. 92 
Mungall.C. 112 
Murakami,K. 665 
Myers,E.W. 74 


Nadkarni.P. 310, 486 
Nakai.K. 317 
Nakama.T. 188 
Nelson.P.C. 101 
Newell,W. 825 
Nicholson.D. 112 
Nicodéme,P. 508 
Nicolas.J.-C. 886 
Nishikawa,T. 384 
Nishioka,T. 591 
Notredame,.C. 332, 407 
Niirnberg,P. 458 


O’Connell.M. 888 
O’Donnell,C.H. 217 
O’Brien.E.A. 332, 830 
Okayama,T. 472 
Otsuka.J. 789 
Ouzounis.C. 542 
Overington,J.P. 617 
Oxer,M.D. 217 


Page.R.D.M. 819 
Pantopoulos,K. 271 
Parbhane.R.V. 131 
Park.J. 144 
Pasquier.C.M. 749 
Pennec.X. 516 
Pevzner,P.A. 14 
Pickert,L. 244 
Pocock,M.R. 823 
Podlich,D.W. 632 
Pons.J.L. 624 


Oxford University Press 


| 
| 
| 
| 
] 
| 
Levin,S. 374 
Levy,S. 74 


Author index 


Pons,T. 523 
Pook,.S. 807 
Posada,D. 817 
Posch,S. 196 
Prilusky,J. 656 
Promponas,V.I. 749 
Proutski,V. 467 
Ptitsyn,A. 259 


Ramesh,P. 225 
Rampone,S. 676 
Rau,M. 815 
Rebhan.M. 656 
Reddy,B.V.B. 225 
Reuter. 244 
Rigoutsos,I. 55 
Riley,J. 825 
Rimer.M. 888 
Rodriguez,R. 523 


Rodriguez-Tomé,P. 469, 734 


Roest Crollius,H. 583 
Rognes,T. 839 
Roytberg,M.A. 14 
Rozen,S. 562 
Rudy,G. 121 
Ruiz.M.T. 227 


Sagerer,G. 196 
Salamov,A.A. 384 
Salgado,H. 391 
Samsonova.M.G. 546 


Sander.C. 367, 380, 423, 542 


Sanseau,P. 825 
Santini.G. 815 
Sarai.A. 188 
Satir.B.H. 374 
Sayle,R.A. 217 
Schneider, V.M. 886 
Schreiber,S. 271, 458 
Schulze-Kremer.S. 81 
Seeberg,E. 839 
Senger,M. 452 
Serov.V.N. 546 
Shin,D.-G. 486 
Shivakumar,.C.V. 223 
Shivakumar,.S. 223 
Siddiqui,A.S. 892 
Smith,A.G. 562 
Smith,D.K. 151 
Smith,R.F. 890 
Sneath,P.H.A. 608 
Soderlund.C. 538 
Sonntag-Buck,V. 271 
Southern,M.R. 821 
Spang.R. 279 
Speedie,S.M. 803 
Spirov,A.V. 546 
States,D.J. 40 
Stein.L.D. 562 
Stormo.G.D. 74, 691 
Stoye.J. 157 
Sugawara,H. 472 


Suhai.S. 452 
Suyama,M. 789 
Swindells.M.B. 384 
Sze.S.-H. 14 


Tabaska.J.E. 691 
Takagi,T. 665 
Tamames.J. 542 
Tambe.S.S. 131 
Tamura.T. 472 
Tarnas.C. 401 
Tateno,Y. 472 
Taylor,S. 217 
Teichmann,S.A. 144 
Thieffry,D. 391 
Thiele.R. 295 
Thorne.J.L. 726 
Tiwari,S. 225 
Toh.H. 789 
Totoki.Y. 317 
Trelles.O. 439, 544 


Vahrson,W. 232 
Valencia,A. 439, 542, 600 
Varvayannis,N.J. 749 
Vaysseix,G. 807 

Viara,E. 342 
Vinals,C. 357 
Vincens,P. 715 
Vingron,M. 279, 285, 430 


Vriend,G. 523 


Wang,H. 575 
Wang,.H.-c. 376 
Wang.H.C. 544 


Wang.J. 
Werner, T. 


) 


290 


Wienker.T. 458 
Wiese.B.A. 


Williamson,A.R. 


890 


+ 


Wingender,E. 244 
Wittig.,B. 232 
Wjst.M. 827 

Wohler.M. 295 


Worley,K.C. 890 


Wright,F. 219 
Wu Hong,Pei 884 


Wu Ju,Li 
Wu.C.H. 22: 


Xue,H. 


Yada, T. 


Yan,M. 


Yuan. Y 


151 


317 


685 


> 
4 


285 


Zapata,E.L. 439 


Zhang,.C.-T. 685, 
Zhang,R. 


Zhu.J. 


Zimmer,R. 


Zou, Y. 


25 


10] 


857 


295 


700, 884 


897 


} 
| 
| 
| 


Vol. 14 no. 10 1998 
Pages 898-900 


SUBJECT INDEX 


Alignment methods 
protein sequence alignment, reliability, 357 
Amino acids 
neural network, exchange matrices, classification, 376 
Annotation 
protein families, protein function, automation, 600 
gene identification , PRC primers, algorithms. 14 


Enzyme parameters 

kinetic parameters, non-linear regression, 227 
Escherichia coli 

K-12, genome sequence, transcription regulators, prediction, 391 
EUCLID 


database annotation, protein classification, 542 


FRAME 
a i ‘ genomic sequencing, screening, errors, 367 
aysian alignmen 
Baysian probability, sequence alignment, algorithm, 25 GCUA 
BEAUTY-X -_ codon usage patterns, amino acid, program, 372 
database search, protein sequences, BLAST, 890 GeneCards 


BioABACUS 

database, acronyms, Bioinformatics, 888 
BioCatalog 

software database, 469 
Biochemical pathways 

metabolic engineering. kinetic simulation, 869 
Biological databases 

data management, database systems, 55] 

simulation, molecular biology, teaching aid, 815 
Bio-Objects 


Object data model, biotechnology, +79 


cDNA 

ATG codon, protein coding regions, prediction, 384 
Clonelt 

plasmids, plasmid sequence, frameshift, 465 
Computational biology 

visualisation, interaction, 764 
Consensus sequences 

profiles, aligned sequences, sequence display, 151 


COFFEE 


multiple sequence alignments, objective function, accuracy, 407 


CORBA 
genome mapping, database connectivity, 112 
Mapplet. common IDL, map viewer, radiation hybrid database, 
734 


Database searching 

clustering, set theory, SWISS_PROT, 430 
DDBJ database 

DNA database, object-orientated, design, 472 
DIALIGN 


similarities, multiple sequence alignment, algorithm, 290 


data mining, heterogeneous database, human genes, 656 
Gene discovery 

gene identification, automated management, 217 

gene database, asthma, database structure, 827 
Gene recognition 

gene finding, DNA sequence, 665 

Fourier transform, protein coding, algorithm, 685 
Genetic sequence classification 

feature selection, gamma test. 139 
GeneDN 

gene expression, gene design. 884 
GENEGenerator 

gene prediction, maize, gene structure, algorithm, 23 
GeneFIND 

protein family identification, database search, 223 
GeneNet 

gene network, visualisation, network database, 529 
GeneTree 

phylogeny, reconciled trees, 819 
GenXref VI 

link inference, heterogeneous databases, GDB, Genbank, 20 
Genomes 

genomic databases, human chromosome, X chromosome, data 

integration, 583 

genomic maps, www, contig, 252 

genomic sequence, similarity, location, yeast, 715 
Genetic networks 

visualisation, genetic networks, gene interactions, 546 
Globular proteins 

secondary structure, protein classification, 857 


JAVA Beans 
visualisation, 739 


JavaShade 
DIAMOD 25 
‘ multiple sequence alignment, www, Java, 821 q 
DNA structure, bending, algorithm, display, 326 ] 
3DinSigh 3 
aie secondary structure, structure prediction, 892 1 
biomolecules, relational database, properties, 188 | 
DIVC LUS Laboratory databases 
protein families, protein clusters, algorithm, 144 data management, data model, data structures, 562 ’ 
DNA curvature LIGAND 
neural networks, simulation, 131 enzyme reactions, chemical database, 591 f 
DNA sequence 


Boolean formula, splice-junction recognition, 676 

periodicities, Fourier method, protein sequence, 749 
DNA substitution 

DNA evolution, Phylogeny, likelihood scores, 817 
Domain identification 

sequence comparison, similarity, clustering, 783 


Mapper 
restriction mapping, artificial intelligence, algorithm, 101 
Mapplet 


Corba, common IDL, map viewer, radiation hybrid database, 734 


Mapmerge 
genomic maps, algorithm, 310 


> Oxford University Press 


 — 

| 
| 
| 
898 


Subject index 


Markov model 
sequence alignment, algorithm, 401 
protile HMM, multiple sequence alignment, 755 
HMM. sequence alignment, performance, algorithm, 772 
HMM. protein homologies, sequence alignment, database 
searching, 846 
MEICPS 
point mutations, protein stability, 225 
Merck Gene Index Browser 
EST data mining, gene finding, gene characterisation, 
MHC binding peptides 
MHC molecules, algorithm, neural network, 121 
Membrane proteins 
graphical viewer. topologies, 866 
Metabolic pathways 
object orientated, Java, database management, 803 
Mitochondrial genomes 
circular genomes, gene locations, 789 
Molecular biology databases 
metadata, database interoperation, mapping, 486 


biolog ical databases, data integré ition, integ rated databases. 575 
Motifs 

Markov model, binding sites, transcription factors, 317 
MRNA 

precursors, genomic screening, regulatory sequences, motifs, 271 


MVIEW 


database searching. multiple alignment, viewer, 380 


NMR 
NMR spectroscopy, graphic tools, protein structure, 624 


Oligonucleotide hybridization 
oligotides, algorithm, gene identification, protein family 


PASSML 
secondary structure prediction, amino acid sequence, phylogeny. 
Markov model, 726 
Phage-/ 
infection, simulation, algorithm, 81 
Phylogeny 
Phylogenic trees, parallel computing, algorithm, 544 
POLINA 
algorithm, amino acid substitution, multiple protein sequence 
alignment, 374 
POPSIM 
Population simulation, polygenic inheritance. mapping. 458 
PPCMatrix 
dotmatrix, protein sequence, sequence comparison, 751 
Protein—protein interactions 
protein docking, algorithm, 196 
Protein sequence analyses 
sequence databases, database classification ,similarity, sequence 
alignment, 164 
protein sequence, database classification, sequence similarities, 
174 
protein sequence database, similarity searching, algorithm. 
redundancy, 423 
HIV-1, resistance mutations, protein sequences, 886 
protein similarity, protein sequence, similarity search, sequence 
databases, 40 


Protein structure 


algorithm, similarities tructures, 516 


protein sequence alignm ein structure, annotation, 61 
r larcar “An . ‘Or VS 
protein folds, Voronoi contacts, scoring, protein structures, 295 
QU-GENE 
simulation, genetic models, quantitative analysis, 632 
rRNA 
RNA —— equence alignment, 30 


optimisation, pro! file ali .RNA sequences, 332 
Radon 
3D arrays, tomography, Fourier method, 2 


Radiation hybrid 


radiation hybrid mapping, graphical tools, 538 
WEBMAP. Java. www. maps. 825 
ROSE 
vilistic model, multiple sequence 


heory, pseudoknots, base triples, 691 


secondary structure, helical regions, 700 


SALSA 


> > oar 
protein dataDase, ga 


database searching, 


Sequence analysis 


database searching, DNA sequences, simil s. 349 

larkov model. sequence < ment, algorithm, 401 

dence hace h ) mnction 3c 
sequence databases. clusteri p 1 function, 459 


nce ar ] 1¢ 
DNA sequence analysis, detection of repeats, 498 


Homology. homology modelling. 523 
protein function. protein families, automatic annotation. 608 
vt 


lie 
sequence homology. p-Valules 


sequence comparison, sequen 
06 


Sequence databases 


orthologues, peer. detection, phylogeny, 285 


sequence searching, database search, SWISS_PROT, statistics, 
simulation, 279 

SOSUI 
membrane proteins, secondary structure prediction, 
transmembrane helices. 378 


Spectrum 
phylogenetic data, spectral ana 
SPEM 
database entries, parser, EMBL, sequence databases, 823 
Splits Tree 
evolutionary data, visualisation, interactive, phylogenetic trees, 
68 
SSMAL 
similarity searching, multiple alignments, database searching. 
algorithm, 508 
STRIRED 
nucleic acid sequences, string repeats, graphics, 22 
SWAN 


nucleotide sequences, graphics, variability, 26 


TEIRESIAS algorithm 
motifs, biological sequences, 55 
TLCQA 


thin-layer chromatography, images, 540 


alignments, Gynamic programming, 
sanence search motif 12 
159 sequence searcn, + 
4 
| 
= 
> 
899 


Subject index 


TOPAL 

recombinant sequences, multiple sequence alignment, 219 
Trace alignment 

DNA sequence, 92 
Transcription regions 

binding sites, genomic sequences, algorithm, 244 
Transitive sequence 


sequence comparison, transitive matching, structural similarities, 


707 


VIRGIL 
database, links, GDB, GenBank. 20 


WEBMAP 

Java, radiation hybrid, www, maps, 825 
WH2 

WWW Interface, sequence analysis, 452 


Xlandscape 
graphical interface, biological sequence, word frequencies, 74 


Zomit 
biological database, visualisation, browsing, 807 


900 


e 


